ADDITIONAL FILE 1
The predicted  Figure S1 Sequence verification of the ∆etpR mutant. Sequenced genomic region (ca. 4 kb; grey bar) of the ∆etpR mutant including the knockout locus and the 5'-and 3'-flanking regions of the knockout construct pK19 ΩacsAebA326/7 (Table 2 and 3) . Except for the deletion site, the sequenced region is identical to the wild type, demonstrating the absence of undesired cross overs and mutations in this region. The primer pairs used for sequencing are indicated and primer sequences are given in the table. PdeR ("A. aromaticum" EbN1), DmpR (T. aromatica K172), DmpR (P. putida CF600), PhlR (P. putida strain H) and XylR (P. putida) (accession numbers are as given in legend to Figure S5 below). A maximum likelihood tree was generated using ARB (version 5.3): After aligning the regulatory domain sequences applying the ClustalW method, calculations were conducted with the RaxML (version 7.03) and the "rapid bootstrap analysis" algorithm (500 iterations). The scale bar indicates that 0.1 of the branch length represents 10% estimated amino acid sequence divergence. Sequence identities (compared to EtpR) are calculated based on the aligned amino acid sequences of the regulator domains using the Clustal Omega program provided on the Uniprot web-page (http://www.uniprot.org/align/). Substrates that initiate transcription and serve as growth substrates are depicted in black; aromatic effectors only capable of activating transcription of the respective gene clusters (i.e., gratuitous inducers) are shown in grey (8, 14, 31, 36, 37, 52 
